A single specimen of the genus Sillago, collected from Gwangyang, Korea, in May 2009, is characterized by XI first dorsal fin spines, 3 or 4 rows of melanophore pattern along the second dorsal fin membrane, and a darkish posterior margin of the caudal fin. Our specimen was identified as Sillago sinica reported as a new species; this identification is confirmed by mitochondrial DNA cytochrome oxidase subunit I sequences, which show that our specimen corresponds to S. sinica (d= =0.000) and differs from the congeneric species Sillago parvisquamis (d= =0.170). Comparisons of Korean specimens previously reported as S. parvisquamis with specimens of S. sinica show that the S. parvisquamis specimens are actually S. sinica. We propose the new Korean name "buk-bang-jeom-bo-ri-myeol" for S. sinica.
INTRODUCTION
The family Sillaginidae, order Perciformes, comprise 31 species in three genera worldwide (Nelson, 2006) and 4 species in 1 genus in Korea (Kim et al., 2005; Kwun and Kim, 2010) . The Korean species are Sillago sihama (Forsskål, 1775) ; Sillago japonica Temminck and Schlegel, 1843 ; Sillago parvisquamis Gill, 1861; and Sillago aeolus Jordan and Evermann, 1902 . Sillaginid fishes are morphologically similar, which has led to considerable confusion in specieslevel identifications (Sano and Mochizuki, 1984) . A number of recent molecular phylogenetic and phylogeographic studies of cryptic species have been conducted (Kon et al., 2007; Kai et al., 2011) , and the family Sillaginidae has been studied by DNA sequencing (Xue et al., 2010) . Kwun and Kim (2010) indicated slight morphological differences between Korean and Japanese specimens of S. parvisquamis. We closely compared S. parvisquamis from Korea (reported by Kwun and Kim, 2010) with Sillago sinica specimens reported by Gao et al. (2011) and performed molecular analyses on a single specimen of S. sinica collected in Gwangyang, Korea.
MATERIALS AND METHODS
A single specimen of Sillago sinica was collected from Gwangyang, Korea on 29 May 2009. After collection, the specimen was fixed in 10% formalin after extraction of muscle tissue, and transferred to 70% ethanol. Muscle tissue was stored in 99% ethanol. The specimen is deposited in the National Institute of Biological Resources (NIBR), Korea. Counts and measurements followed Hubbs and Lagler (2004) with a vernier caliper to the nearest 0.1 mm. The vertebrae were counted from a radiograph (HA-100; Softex, Tokyo, Japan).
Genomic DNA was extracted from muscle tissue using Chelex 100 resin (Bio-Rad, Hercules, CA, USA). Polymerase chain reaction (PCR) was used to amplify the mitochondrial DNA cytochrome oxidase subunit I (COI) using universal (Ivanova et al., 2007) , with PCR solution containing 5 μL of genomic DNA, 5 μL of 10× buffer, 4 μL of 2.5 mM dNTPs, 1 μL of each primer, 0.5 μL of FR Taq polymerase (Biomedic, Korea), and distilled water to bring the final volume to 50 μL. PCR was performed under the following conditions: initial denaturation was for 2 min at 95� C, followed by 35 cycles of 30 s at 94� C for denaturation, 30 s at 61� C for annealing, and 30 s at 72� C for extension, with a final extension at 72� C for 3 min. The nucleotide sequence was deposited in the DDBJ/EMBL/GenBank databases (accession no. KC708229). The sequence was aligned with ClustalW (Thompson et al., 1994) in BioEdit version 7 (Hall, 1999) . The sequences of 4 Sillago species (S. aeolus, S. japonica, S. parvisquamis, and S. sihama), from the National Center for Biological Information database, were used for the sequence comparison. Also, Lateolabrax japonicus (PKU 547; KC708230) was used as an outgroup. The genetic distances were calculated with the Kimura-2-parameter model (Kimura, 1980) in MEGA 5 (Tamura et al., 2011) . Neighborjoining (NJ) tree was constructed in MEGA 5 (Tamura et al., 2011) with 1,000 bootstrap replications. MtDNA COI analysis. A total of 550 bp of mitochondrial DNA cytochrome oxidase subnit I (mtDNA COI) were obtained from our specimen and the base pair sequence was then compared with those of four Sillaginidae species. The sequence from our specimen corresponds exactly to that of S. sinica (d= =0.000) but differs from that of S. parvisquamis (d= =0.170), which is a morphologically similar species. The sequence from our specimen also shows significant departures from those of S. sihama (d= =0.190), S. aeolus (d= =0.193), and S. japonica (d= =0.216). A NJ tree shows that the present specimen corresponds to S. sinica (bootstrap value, 100%) ( Fig. 2) . Distribution. Sillago sinica is distributed in China (East China Sea, Yellow Sea, and Bohai Sea) (Gao et al., 2011) and Korea (South Sea) (present study).
SYSTEMATIC ACCOUNTS
Remarks. The specimen in this study was identified as S. sinica, a new species recently reported by Gao et al. (2011) as having XI first dorsal fin spines, 38 vertebrae, a second (Sano and Mochizuki, 1984: 141, fig. 3B ).
dorsal fin with 3 or 4 rows of dusky spots, and a caudal fin with a darkish posterior margin (Table 1, Fig. 3 ). The specimen is morphologically very similar to S. parvisquamis, but is distinguishable from S. parvisquamis by the number of first dorsal fin spines (XII-XIII in S. parvisquamis) and the melanophore pattern on the second dorsal fin membrane (5-6 rows in S. parvisquamis) (Sano and Mochizuki, 1984; Gao et al., 2011) . Also, Sillago sinica is distributed in Asia including China and Korea, whereas the congeneric species S. parvisquamis is distributed in the South China Sea, Japan, and Taiwan (Shao and Chang, 1978; McKay, 1985 McKay, , 1992 Hayashi, 2002) . In addition, our mtDNA COI analysis showed that our specimen corresponds to S. sinica (genetic distance, d= = 0.000), whereas it differs from S. parvisquamis (d= =0.170) and S. sihama (d= =0.190) . In the past, the slight morphological variations between the species were considered as regional variations. Recently, however, a number of studies have revealed that these are cryptic species, based on molecular markers (Kon et al., 2007; Ji et al., 2011; Kai et al., 2011; Kwun et al., 2011) . Similarly, Kwun and Kim (2010) identified this specimen as S. parvisquamis based on some meristic characters and having several rows of dark spots on second dorsal membrane. In addition, they considered morphological differences between Korean and Japanese specimens of S. parvisquamis as regional variations, and suggested that molecular investigations of the two groups should be conducted to confirm their species identifications. In present study, we confirmed that S. parvisquamis collected in Korea by Kwun and Kim (2010) is S. sinica. If S. parvisquamis is found in Korea in the future, considerable confusion may result it the same Korean name is used to describe both S. parvisquamis and S. sinica. Therefore, we propose the new Korean name "buk-bang-jeom-bo-ri-myeol" for S. sinica, based on its areal distribution in the East China Sea and Yellow Sea.
